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Figure 1 The predicted protein sequences of CssI (A), hydrophobin (B), GAPDH-B (C) enolase 
D), catalase B (E), catalase A(F), and isopropylmalate dehydrogenase B (G). X, is S or A Td S i 
j-f or x, ^ 
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Fig. 14 
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Figure 18 

BLAST OP SEQ ID NO: 36 AGAINST? 

Candida orf: 

>orfl9.7080 orfl0262:l 7 9916-178795-e 113? v,^ 

length = 1122 1/0795 - e H22 bp, 373 aa, contig 244073 bp 

Score = 335 bits (860), Expect = le-92 

ItZT^l = 185/368 (50%> ' Positives = 246/368 (66%), Gaps = 9/368 (2%) 

Query: 2 57 

Sbjct: 7 VKTKTITVLPGDHVGTEIVNEAIKVLKAIEAATPYQKIQFDFKHH 186 

Query: 58 ^f^^AA^ 117 

Sb jc t: 187 -™SaS L GA=-^ 35? 

Sb 3 ct: 358 L ELSPLKAEWKGTNLI I^^LVGGI YFGERQEQEESEDKKTAWDTEKYTVDEVTRI 528 

Query: 173 TRLSAEIALI^PPWPVXSLDKANVLA^^ 

«K- , con TR +A +AL+HNPP P + SLDKANVLASSRLWR+ V+K ++ E+ P + + H0LDSA++ T 

Sb 3 ct: 529 TRMAAPMALQHNPPLPIWSLDKANVIASSRLWRKTVDKVTSEEFPAL 708 

Query: 233 LATNPRALNGVILADNTPGDMISDQAGSIVGTLGVLPSASLDGLPSETRKRTNGLYEPTH 292 

, ™ Q L NP LNG+I+ N F <3 D+ ISD + A I G+LG+LPSASL LP glS^S 
Sb 3 ct: 709 LIQNPTKLNGIIITSNMTODIISDEASVIPGSLGLLPSASLASLPD — TNTAFGLYEPCH 882 

Query: 293 ^TIAGQNIANP^ 352 

Sbjct: 883 CSAPOLPA^^^ ^ 



Query: 3 53 TNEVGDAI 360 

T EVGDAI 
Sbjct: 106 0TTEVGDAI 1083 



Candida seq orf 10262:179916-178795 x 



DI)PAMKVHPIATILSAASMIjRIjSLDCVKEAEAIjBEAVKQVLDSGIRTADLRGTSS1060TTEVGDAI 
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Figure 19 

BIAST OP SEQ ID NO: 36 AGAINST : 

Elrond pep 
A. nidulans 

>AnrP4374925 e LE3B.ASPNG 3-isopropyl.alate dehydrogenase B (Beta-IPM 
Length = 370 
Score = 597 bits (1540), Expect = e-171 

Identities = 295/364 (81%), Positives = 326/364 (89%), Gaps = 1/364 (Q%) 
^ 4 « 

sb 3 ct: 5 snm^GDaiaF^ ^ 

Query: 64 ^ESDAVLFJ^VGGPKTOHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPSASI-— - — 
A + SDAVLFAAVGOPKMBHIRRGLDGPEGGLLQ+RKAMDIYANLRPCr SPS I 
AVSSDAVLFAAVGGPKWDHIRRGLDGPEGGLLQV^ 




s,c t: i 2 5 

Query: 184 - 

Sb3Ct: ^.DPFWPVXSLDKANvI^SRL^^ 244 

Query: 244 iladntfgdmisdqagsivgtlgvlpsasldglpse-trkrtnglyepthgsaptiagom ™? 

. o„c ILADNTFGDM+SD QAGS + VGTLGVLPSASLDGLP +++ +GLYEPtSgKSSSS 

Sb.ct: 245 ILADNTFGDMVSDQAGSLVGTLGVLPSASLIXSLPKPGEQRKvH^ 304 



^r^ ILCVJ ^ RYSLD ^ T ^ QRIEi ^ V Q GVLDAGI RTPDLGGKSGTNEVGDATXM 362 
5X . „ , nc IANP AMILCVALMFRYS +ME EA++IE AV+ VLD GIRT DLGG +GT E rniSt 
Sb 3 ct: 305 IANPTAMXLC^^YSFNMEAEARQXEAAVRTVLDkS 364 

Query: 363 ALQG 366 
AL+G 

Sbjct: 365 ALKG 3 68 
>AnrP4374925 niger seq 

MSEKSYNILVLPGDGIGPEVMAEATKILSLFNTSTVRFRTQTELIGGCSIDTHGKSVTQA 
VLDAAVSSDAVLFAAVGGPKWDHIRR^^ 

ARDFSPFRQDVIEGVDFWVRENCGGAYFGKKVEEDDYAMDEWGYSASEIQ^ 

alrhdppwpvisldkanvlassrlwrrwektmseeypqvk^^ 

LNGVILADNTFGDMVSDC^GSLVGTLGVLPSAS^ 
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Figure 20 

BLAST OF SEQ ID NO: 36 AGAINST: 

BLASTP: temp_job2_pep_6_AnrP3711474 
>AnrP3711474 hypothetical protein [Aspergillus oryzae] 
Length =364 

Score = 375 bits (963), Expect = e-104 

Identities = 195/367 (53%), Positives = 260/367 (70%), Gaps = 10/367 (2%) 

VTTYNILVLPGDGIGPEVMTEAVKVLKVFE-NEHRKFNLRQELIGGCSIDAHGKSVTEEV 60 
+++YNI+V GD GPEV EA+KVL+ E N FNL+ L+GG SIDA G +T+E 

MSSYNIWFGGDHCGPEVTAEAIKVLRAVEKNRDVTFNLQDHLLGGASIDATGSPLTDEA 6 0 

KKAALESDAVLFAAVGGPKWDHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPSASIA 12 ( 

AA +DAVL A+GGPKW G PE G+L+LRK M + NLRPC+ ++PS 

LNAAKNADAVLLGAIGGPKWG- - -TGAVRPEQGILKLRKEMGTFGNLRPCNFAAPSLV- - 11 1 

KEFSPFRQEVIEGVDFVWRENCGGAYFGKKIEEED- -YAMDEWGYSEREIQRITRLSAE 17 { 

E SP R +V GV+F ++RE GG YFG++ E++ YAMD YS EI+RI RL+A 
-ESSPLRADVCRGVNFNIIRELTGGIYFGERKEDDGSGYAMDTEPYSRAEIERIIRLAAH 174 

IALRHNPPWPVI SLDKANVLASSRLWRRVVEKTMTTEYPQVKLVHQLADSASLILATNPR 2 3 i 
+AL+H+PP PV SLDKANVLA+SRLWR+W + M E+PQ+K+ HQL DSA++I+ NPR 
LALQHDPPLPVWSLDKANVLATSRLWRKVVTEVMAKEFPQLKIEHQLIDSAAMIMVKNPR 2 3 4 

ALNGVILADNTFGDMISDQAGSIVGTLGVLPSASLDGLPSETRKRTNGLYEPTHGSAPTI 2 9 { 
LNG+++ N FGD+ISD+A I G+LG+LPSASL G+P + + NG+YEP HGSAP I 

QLNGIWTSNLFGDIISDEASVIPGSLGLLPSASLSGIP-DGNSKVNGIYEPIHGSAPDI 29: 

AGQNIANPVAMILCVALMFRYSLDMETEAQRIEKAVQGVLDAGIRTPDLGGKSGTNEVGD 3 5{ 
AG+ I NPVA IL VA+M +YS + EA+ IE+AV V+++G+RT D+GGK+ T EVGD 

AGKGIVNPVAAILSVAMMMQYSFGLFAEARAIEQAVSNVIESGVRTGDIGGKATTAEVGD 35: 

AIVAALQ 365 
A+ A L+ 
AVAAELE 360 

Oryzae seq >AnrP3711474 

MSSYNIWFGGDHCGPEVTAEAIKVLRAVEKNRDVTFNLQDHLLGGASIDATGSPLTDEA 

LNAAKNADAVLLGAIGGPKWGTGAVRPEQGILKLRKEMGTFGNLRPCNFAAPSLVESSPL 

RADVCRGVNFNIIRELTGGIYFGERKEDDGSGYAMDTEPYSRAEIERIIRLAAHLALQHD 

PPLPVWSLDKANVLATSRLWRKWTEVMAKEFPQLKIEHQLIDSAAMIMVKNPRQLNGIV 

VTSNLFGDIISDEASVIPGSLGLLPSASLSGIPDGNSKVNGIYEPIHGSAPDIAGKGIVN 

PVAAILSVAMMMQYSFGLFAEARAIEQAVSNVIESGVRTGDIGGKATTAEVGDAVAAELE 
KLLK 
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Figure 21 

BLAST OF SEQ ID NO: 36 AGAINST: 

C BLASTP : t emp_ j ob2_pep_9_Anr P4 379986 

>AnrP4379986 conserved hypothetical protein [Aspergillus nidulans 
FGSC A4 
Length = 357 

Score = 149 bits (376), Expect = le-36 

Identities = 113/369 (30%), Positives = 186/369 (49%), Gaps = 27/369 (7%) 

MVTTYN I LVLPGDG I GPEVMTEAVKVIjKVFENEHRKFNLRQEL I GGC S — I DAHGKS VTE 58 
M TY I +P DGIGPEV+ V VLK ++ + F+L + S A GK + + 
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PD 60 



++DA+LF AVG P DHI G L + + ~ YAN+R p+ 
SKNDAI LFGAVGAPDVPDHI SLW GLRLAICQPFQQYANVR PTR 109 



+ SP R+ +D+V+VREN GYG+ + + A + +S + ++RI 

7LRGTQSPLRKCNTGDLDWVIVRENSEGEYAGQGGRSHRGHPWEVATEVAIFSRQGVERI 

rRLSAEIALRHNPPWPVISLDKANVLASSRLWRRWE^ 
R + EA+P + +K+N + 4- V + ++P+V + L D+ + 



P +L+ I+A N D++SD A ++ G++G+ P+++LD ++ ++EP H 

^PESLD-TIVASNLHADILSDLAAALAGSIGIAPTSNLD PTRQNPSMFEPIH 282 



GSA I G+ IANPVA AM + L 



T EV A+V 



A ++ + V+ V ++GI T DLGG + 



MAKTYRIATIPADGIGPEVIDAGVIVLKALADKLQSFSLDFTHLDWSSETFKATGKYIPD 

GGLEVLKKNDAILFGAVGAPDVPDHISLWGLRLAICQPFQQYANVRPTRVLRGTQSPLRK 

CNTGDLDWVIVRENSEGEYAGQGGRSHRGHPWEVATEVAIFSRQGVERIMRFAFETAAKR 

PRKLLTVVTKSNAQRNGMVLWDEVANIVAKDFPEVTMDKMLVDAMTTRMVLKPESLDTIV 

ASNLHADILSDLAAALAGSIGIAPTSNLDPTRQNPSMFEPIHGSAFDITGKGIANPVATF 

WTAAEMLEWLG E KDAADKLMQCVESVCESG I LTADLG GTATTKE VTSAWEEI N RLN 
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Figure 22 

BLAST OF SEQ ID NO: 36 AGAINST: 

> gnl|TIGR_222929 I conticr : 17 72 : c posadasj ^ nnnn^' • - 

unfinished fr agment of genome 1 Coccldlo ^s posadasii C735 

Length = 119053 

Score = 286 bits (732), Expect(2) = e -128 

FrS""" = 146/233 l62%> ' P " SitiTOS - »»'»» „«,,. Gaps , 21/233 ,„„ 

Query: 280 HPGKQE— KVRGLYEPTHGSAPT 

♦++ K LYEPTHGSAPT T IAGKKIAHPTAMILC 315 

33446 GEKMCDGKKSYALyEPTHGSAPT*VNCDLWMIMTAWCANRI^*CRIAQ^HVMWLAlttLC 
Sb 3 ct. 33266 VAMMFRYSPNMEPEAKAIEHAVTATLBAGIRTPDLGQKAGTTDVGNAI\aHIK 33108 

4 ™ == rss-ss™?™ 63 

SbOCt: 34303 ^^^ ISPE1 ^^ sst ,^^^^^ 

Query. 64 ™»«™«o«^ 

Jgat. 34203 O^V^S^^SE^ 

Query: 124 DF S PFRQEVI EGVDF VVVRENCGGAYFGKKVEEENY 159 
qH-ioi- ,.n« +FSP+R EV+EGVDFW+RENCGGAYFGK VE+E+Y 
SbDCt: 34026 EFSPYRTEWEGVDFWLRENCGGAYFGKXVEDEDY 33919 



Coccidioides 



i-ASSR 

VAMM^RYSP^ 



SASLSGIPGEKRKDGKKSYALYEPTHGSAPT*VNCDLWMINTARKANRLD^F 

vammfrysfnmepeakaienawatleagirtpdlggkag3gSh?k 
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Figure 23 SEQ ID NO:36 against: Cryptococcus >chr0ib.b350i . oai C n 

(289426 bp) Length = 289426 ^ XJ - 

Score = 183 bits (465), Expect(3) = 3e-68 Frame = +3 

Identities = 113/258 (43%), Positives = 144/258 (55%), Gaps = 39/258 (15%) 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 



148 205 

YS+ EI+RITR++A4-IAL PP p+ S +DKANVLA+ SRIiWR 
173334 FGERQETNDEGVAWDQC I YSKPEI ERI TRVAAQ I ALAAEPPL P ITSTOKANV^TS ^VTO 173513 

206 RWEKTMTTE YPQVKLVHQLADSAS L I LATNPRALNGVILADNTFGDM m 

*n^ A tJr + M EYP Q +KL HQL DSA++I+ NPR LNGV+L +N FGDM 

173514 KTVS ELMAKEYPQLKLEHQIjVDS AAMIMI ANPRKLNGVLIjTENMFGDM * YLSMVTKYRC * 173693 

254 ISDQAGSIVGTLGVLPSASLDGLPSETRKRTNGLYE PTHGS 294 

S A + L + P LP ++ HnC! 

173694 VCVVFLTKAPSSPAPLVSSI^SPOT 173873 

295 t»2?^ ^^^^^C VALMFRYSLDMETEAQRI EKAVQGVLDAG IRTPDLG 348 

mm AP IAGQ IANP+ IL A+M RYSL ^ IE+AVQ VLD+ RT DLG 

173874 APDI AGQGIANP LS AAMMLRYSLGKGREAALI EQAVQKVLDSAESGGFDYRTI^LG 174053 

349 GKSGTNEVGDAIVAALQG 366 

G+ T EVGD +V L+G 
174054 GQRS TKEVGDKWEVLKG 174107 

15 IGPEVMTEAVKVLKVFENEHR- KFNLRQEL IGGC S I DAHGKS VTEEVKKAALE SDAVLFA 73 

IGPEV+ EAV+VL+ N K +L+ GG +ID HG + +E KA E+DAVL 
172844 IGPEWAEATOVLETIVl^SDLKLDLKSYDFGGAAIDNHGVPLPDETLKACK^ 173023 

74 A VGGPKWDHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPS 116 

A VGGPKW G PE G+L+LRK + +YAN+RP A+ S 

173024 ACDF LAI RIKS * TA * KG S VGG PKWGV GFVRPEQGI LKLRKELGLYANIRP — ANFAS 173188 

117 AS I AKEF S PFRQEVI EGVDFVWRENCGG 145 

S+ K SP +++ G D +V+RE GG 
173189 ESLLKR- S PLKEDTARGTDI IVLRELIGG 173272 

244 



ILADNTFGDMISDQAGSIVGTLGVLPSASLD GLPS ETRKRTNGLYEPTH 292 

+L + +GD++SD + ++G LG+ PS ++ G PS 



+ ++G LG+ PS ++ G PS K ++E w 

Sb D ct: 238292 ^IPHRYGDILSDLSAGLIGG^LTPSGN^^ 238471 

Query: 293 G S APTI AG QNIANP VAMILCVALMFR 

GSAP I G+ +ANP A++L +MR 
Sbjct: 238472 G S APD I EGKGLANPTALLL S SLMMLR * VTQ I P S VI VPAL YP SVPDHTHPIiARNVADLFVH 238651 

Query: 319 YS ™^EKA-..-VQG VLDAGIRTPDLGGKSGTNEVGD 358 

A +IEKA V G + + T DLGGK+GT P n 

Sbjct: 238652 RHMSLYELADKI EKAAL SVSGTFWLFHTFEML IQVS * TI AEGKAI TRDLGGKAGTKE YTD 238831 

Query: 359 AIVAAL 3 64 
AI++ L 

Sbjct: 238832 AILSKL 238849 

Query: 95 LQLRKAMDI YANLRPC S AS S PS AS I AKEFS PFRQEVIEGVDFVWRENCGGAYFGKKI EE 154 

L LR+ ++AN+RPC SI +P+ + v+ V++REN C v r tp 

Sbjct: 237609 IiTLRRTFSIjFANVRPC VSIKGYKTPY DNVNTVLIRENTEGEYSG — IEH 237749 

Query: 155 E 155 
E 

Sbjct: 237750 E 237752 

Query: 5 YNILVLPGDGIGPEVMTEAVKVLK 28 

Y + ++PGDGIGPE+ ++ K 

Sbjct: 237256 YTVTLIPGDGIGPEIANSVKQIFK 237327 

Query: 4 TYNILVLPGDGIG 16 

++ I VLPGDGIG 
Sbjct: 172752 SFKITVLPGDGIG 172790 
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